Single-molecule imaging has greatly advanced our understanding of molecular mechanisms in biological studies. However, it has been challenging to obtain large field-of-view, high-contrast images in thick cells and tissues. Here, we introduce highly inclined swept tile (HIST) microscopy that overcomes this problem. A pair of cylindrical lenses was implemented to generate an elongated excitation beam that was scanned over a large imaging area via a fast galvo mirror. A 4f configuration was used to position optical components. A scientific complementary metal-oxide semiconductor camera detected the fluorescence signal and blocked the out-of-focus background with a dynamic confocal slit synchronized with the beam sweeping. We present a step-by-step instruction on building the HIST microscope with all basic components.
Introduction
Single-molecule fluorescence imaging plays an important role in many biological studies that reveal ultrastructures, dynamics and the quantity of biomolecules 1, 2, 3 . However, it has been challenging to study single-molecules inside cells or tissues. While confocal microscopy provides high sectioning capability 4 , it is not suitable for single-molecule imaging due to severe photobleaching by the high excitation intensity or slow imaging speed. Widefield microscopy uses weaker illumination but suffers from a poor signal to background ratio (SBR) 5 . Light-sheet microscopy, on the other hand, could show good sectioning and low photobleaching 6 ; however, the available numerical aperture (NA) is greatly limited by the requirement of orthogonally placed objectives 7 . Alternatively, it requires special illuminators and sample chambers 8, 9 . For these reasons, highly inclined and laminated optical sheet (HILO) microscopy has been widely used for 3D single-molecule imaging 10 . When an inclined beam encounters an interface of two media (glass and water, for example), the beam is refracted according to Snell's law. Importantly, the refracted beam gets thinner, and its thickness is described as dz = R/tan(θ) where R is the diameter of the inclined beam and θ is the refraction angle of the transmitted beam. This simple implementation results in a good sectioning capability. Nevertheless, this relation indicates that a thin illumination (i.e., high sectioning capability) requires a small R and/or a large θ. For example, when R = 20 µm and θ = 72 degrees, one can obtain dz = 6.5 µm. Since there is a practical limit to increasing the refraction angle in order to image deep inside cells and avoid total internal reflection, there is a strong coupling of the illumination diameter and the beam thickness. For this reason, HILO imaging shows a relatively small field-of-view (FOV) that greatly restricts its applications in multicellular imaging.
Recently, we have overcome this problem by highly inclined swept tile (HIST) microscopy where the FOV is decoupled from the beam thickness in a very simple way 11 . First, a beam elongated in one direction is generated via a pair of cylindrical lenses. This beam, termed as a tile, produces a thin illumination with dz ~ 4 µm while its FOV is 130 x 12 µm 2 . Then, the tile is swept across the sample using a rotating galvo mirror. Meanwhile, the fluorescence image is recorded on a scientific complementary metal-oxide semiconductor (sCMOS) camera that filters efficiently out-of-focus background by operating in a rolling shutter mode which serves as tunable confocal slit detection. In this way, HIST microscopy enables single-molecule imaging with a larger field of view (~130 x 130 µm 2 ) and a thinner illumination than HILO imaging. We applied this new imaging technique to detect RNA transcripts with a single probe in cells or with a few probes in mouse brain tissues, which has significant potential for studying gene expression and diseases. Unlike other approaches, HIST employs only a single high numerical aperture objective without an additional illuminator or remote detection objectives and is fully compatible with inverted microscopes. These advantages along with a large FOV and high contrast will make HIST microscopy a prominent tool in biology and medicine. We present detailed instructions regarding instrumentation of the HIST microscope, and how to test and calibrate its performance as below.
1. Before building the microscope, prepare all the necessary components including optics, optomechanics and electronics as listed in Table of Materials. 2. Prepare a microscope body mainly composed of two parts: an objective holder with an RMS-threaded port and a piezo-stage mounted on an aluminum block ( Figure 1A) . NOTE: The custom-made microscope body is used for the convenience and flexibility of instrumentation 12 . Any commercially available microscope body can be used for HIST microscopy. 3. Combining multiple laser lines and coupling them to a single mode fiber 1. Install 405, 561, 638 nm lasers onto the optical table and combine the beams through a polarizing beam splitter and a long-pass dichroic mirror as shown in Figure 1B . Make sure that all laser beams pass through pinholes on the alignment tool. Insert half wave plates for power adjustment. NOTE: Wear safety goggles for eye protection and use beam-blocks to absorb unwanted laser beams. 2. Install a fiber coupling lens (f = 4.5 mm) and a fiber adapter held in z-axis translator with a cage system. 3. Connect a multimode fiber (MMF, Ø 62.5 µm) to the fiber adapter. Adjust each pair of the steering mirror and the z-translator until the coupling efficiency of each laser is higher than 95%. The output beam has a near Gaussian-shaped profile with speckle patterns. 4. Take away the multimode fiber and connect a single mode fiber (SMF). Similar to MMF, fine-tune and maximize the coupling efficiency of three lasers.
4. Assemble a collimated light source that will be used for beam alignment in the excitation and detection paths. This device is composed of a temporally coherent light source (561 nm) connected to SMF, fiber adapter, achromatic lens (f = 60 mm), iris and Ø1" tube spacer in a cage system ( Figure 1C ). Adjust the distance between the fiber adapter and the lens using a shearing interferometer to ensure the collimation. 5. Prepare a beam alignment tool ( Figure 1D ). This is a pair of aluminum posts with pinholes at 2" height from the surface of optical table, which allows for quick and precise beam alignment. 6. Assemble a double pinhole system which consists of two Ø1" ground glass alignment disks at each end and two Ø1" lens tubes (the bottom one is slotted) as shown in Figure 1E .
Setting up the detection path
1. Take out the objective and install the collimated light source. Adjust the knobs of the mirror (M1) beneath the objective holder so that the output beam from the microscope is roughly parallel to the optical table in height and aligned with threaded holes on the table. Refer to Figure 2 for detailed positions of each optical component. 2. Insert a multiband dichroic mirror (DM) and reflect the beam by 90 degrees. Use the maximum size of the iris and make sure that the beam passes through the center of the dichroic mirror without clipping. 3. Use the leaky beam passing through the dichroic mirror to guide the alignment of detection path. Place an sCMOS camera into the beam and make sure that the beam hits the center of the camera chip by using two mirrors (M2 and M3). 4. Insert a tube lens (TL; f = 300 mm) approximately 300 mm away from the camera. 5. Remove the collimated light source and adjust the relative distance between the tube lens and the camera until a pattern on the ceiling is clearly resolved by the camera. 6. Insert a multi-band pass filter (BF) before the tube lens for multi-color fluorescence imaging. Temporarily take away L4 and trace down the beam to find the focal position of L3. Put a single axis galvo mirror at this point, which is a conjugated back focal plane (cBFP). Supply 0 volts to the galvo mirror and rotate the holder of the galvo mirror so that it reflects the beam by 90 degrees. 8. Place a fold-mirror M7. Properly place L2 (f = 100 mm) the same way as step 3.6. 9. Remove the collimated light source from the object holder. Install a collimation lens L1 (f = 100 mm), fiber adapter and iris. Connect a single mode fiber to the adapter and send the beam through the imaging system.
Setting up the excitation path
1. Insert a cylindrical lens (CL1, f = 400 mm) after L1 and make sure that the cylindrical lens focuses the beam along the x-axis. 2. Insert another cylindrical lens (CL2, f = 50 mm) to the beam path. Use a shearing interferometer to ensure the output beam is collimated. NOTE: The distance between the two cylindrical lenses is 450 mm. The output beam has a compression ratio of 8 and an elongated oval shaped Airy disk pattern is formed on the ceiling.
Testing tile imaging
1. Prepare 3D hydrogel sample. Mix 20 nm Crimson beads with a hydrogel solution, which consists of 12% acrylamide:bisacrylamide (29:1), 0.2% (v/v) TEMED and 0.2% (w/v) ammonium persulfate in 0.75x TAE buffer. Inject 50 µL of the mixed solution into a flow chamber as described elsewhere 11 . After 10 min, the 3D hydrogel sample is ready to for imaging. 2. Put the sample onto the sample holder. Turn on 638 nm laser and adjust the power to <1 mW for sample excitation. 3. Run the camera control software. In the camera acquisition-setting panel, select Internal in trigger mode and then click Take video for free running mode. 4. Slightly adjust the position of the camera so that the image is located at the center of the camera when 0 volts is applied to the galvo mirror. 5. Rotate the horizontal knob of the mirror M5 to achieve a highly inclined illumination.
NOTE: With the increase of the illumination angle, the hydrogel image becomes clearer than that of the Epi image as the beam gets thinner. However, the image keeps almost the same position. 6. Record the tile image. Calculate the effective illumination width 11 . For example, Figure 3 shows the effective illumination width of 12 µm.
HIST imaging
1. Prepare a data acquisition board connected with a terminal block. Connect USER 1 BNC connector with P0.0 through an electrical wire. Use USER 1 as a digital output for the external triggering of sCMOS camera. Connect an analog output AO0 to a galvo mirror driver. 2. Generate TTL pulse trains from P0.0 using a custom-made program ( Figure 4A ) and set the period time = 400 ms and t_ON = 2 ms. Check the generated pulses from USER 1 BNC terminal by a digital oscilloscope and then connect the BNC cable to the camera external trigger port. NOTE: The control software used in this paper is available upon request. When imaging at different camera frame rates, the period time should be adjusted accordingly. 3. Start sweeping a galvo mirror via the custom-made program. Adjust V min to -500 mV and V max to 500 mV for full FOV imaging. Note that under this operation, 3D hydrogel samples still show high background similar to Epi illumination. 4. Changing the camera acquisition setting.
1. Select External in trigger mode and Down (Sequential) in LightScan Plus drop-down menu as shown in Figure 4B . NOTE: In this setting, the camera does not take images unless a trigger signal is turned on. 5. Slightly adjust V max and V min to obtain clearer images. 6. Obtain 3D stack images using the custom-made program by switching on 3D stack ON and specifying the number of stacks and the step size.
Representative Results
As an example, single-stranded DNA labeled with Atto647N was imaged with an excitation wavelength of 638 nm in a 3D hydrogel. DNA was anchored to the hydrogel network via an acrydite moiety during gel polymerization. The images were taken at 5 µm above the surface as shown in Figure 5a . The HIST image showed much less background compared to the Epi image, from which the signal to background ratio was calculated to be 1.9 ± 0.7 for the HIST image while most of the single molecule spots could barely be detected by Epi.
Single-molecule RNA fluorescence in situ hybridization (smFISH) was performed with 4 FISH probes. Figure 5b displays smFISH images of EEF2 (eukaryotic translation elongation factor 2) labeled with AlexaFluor 647 on A549 cells in an imaging buffer (refer to our previous work regarding the sample preparation 
Discussion
There are two critical steps in this protocol. The first one is the proper placement of L4 in step 3.3, ensuring that the incident beam passes through the center of the lens and a perfect Airy disk pattern is formed on the ceiling. The position of L4 determines the placement of all the other optical components, including M5, L3, GM and L2. The second critical step is the synchronization process. To reject the out of focus background, active pixels whose effective detection width is equal to the tile width should be synchronized with the beam sweeping. Therefore, it is necessary to measure the effective illumination width of a tile beam (step 5.6) and set camera parameters accordingly in step 6.4.
When imaging with very large FOV, the presented method shows an increased background at one side compared to the other side. This is attributed to slightly altered angles of illumination at different imaging positions. Implementing a second galvo mirror instead of M5 alleviates this problem as demonstrated before by synchronously adjusting the position and the scanning angle 11 . Instead of off-the-shelf achromatic doublets, a telecentric scan lens will be also helpful. However, for imaging an area of <8,080 µm 2 , single galvo mirror sweeping was sufficient. HIST microscopy has a limit of the imaging depth, however, it is able to obtain a good SBR when imaging up to ~15 µm with a 12 µm tile beam and a NA 1.45 oil immersion objective lens 11 .
In this protocol, we used a beam compression ratio of 8 to make a tile beam. A thinner illumination can be used in HIST microscopy to achieve higher SBR, which might be powerful for single-molecule tissue imaging 11 . However, in this case, photobleaching effect should be considered by an increased excitation intensity while the current beam compression ratio showed reduced photobleaching in 3D imaging compared to Epi 11 . Compared to light-sheet microscopes with two orthogonally placed objectives, HIST microscopy is simple to implement and compatible with conventional sample preparations. The enhanced SBR and large FOV of HIST microscopy is suitable for studying the interactions and dynamics of single biomolecules in multiple cells and can be used further in super-resolution imaging and single-molecule tracking.
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